The percentage of programmed death ligand 1 (PD-L1) positivity in cancer cells, named as the tumor proportion score, is considered to be a predictive biomarker for anti-PD-1/PD-L1 therapy in lung cancer. PD-L1 is expressed on not only cancer cells but also on immune cells, including macrophages. Although previous studies related to PD-L1/2 expression in cancer tissues have been generally based on single immunohistochemistry (IHC), in the present study, we attempted to evaluate accurate PD-L1/2 expression in cancer cells in lung adenocarcinoma cells using double IHC to also evaluate macrophages. Of the 231 patients, PD-L1 expression was negative in 169 patients (73.2%), 1%-49% positive in 47 patients (20.3%), and ≥50% positive in 15 patients (6.5%). Interestingly, PD-L1 positivity was decreased when using double IHC compared with the estimation by single IHC. High PD-L1 expression was associated with high-grade cancer cells and in higher stage cancer. PD-L2 was negative in 109 patients (47.2%), 1%-49% positive in 50 patients (21.6%), and ≥50% positive in 72 patients (31.2%). The number of PD-L2-positive patients was increased in cases that had an epidermal growth factor receptor (EGFR) mutation and in lower stage cancer.
| INTRODUC TI ON
Lung cancer is the leading cause of cancer death, and mortality and morbidity are increasing continuously worldwide.
1 Tobacco smoking is the most well known risk factor for lung cancer. Recent advancement and spread of computed tomography scanning have contributed to early diagnosis, but lung cancer is still often found at the advanced stages. 2, 3 In addition to conventional chemotherapy/radiotherapy, intervention with immunotherapy blocking immune checkpoint molecules such as programmed cell death protein 1 (PD-1) has shown significant anti-cancer effects in non-small-cell lung cancers (NSCLCs), [4] [5] [6] and the use of anti-PD-1 or anti-programmed death ligand 1 (PD-L1) antibodies is now becoming standard therapy for
NSCLCs.
T-cell exhaustion due to binding of PD-1 and PD-L1 induces immune evasion of cancer cells from anti-cancer immune responses. 7 The percentage of PD-L1-positivity in cancer cells, named the tumor proportion score (TPS), is also considered a predictive biomarker for anti-PD-1/PD-L1 therapy in lung cancer.
8
Several monoclonal antibodies such as 22C3, 28-8, SP263, and SP142 have been used for immunohistochemistry (IHC) to detect PD-L1 expression, and clones 22C3 and SP142 are now available for companion and complementary diagnostics. 9 Several retrospective studies using pathological specimens have been published recently. High PD-L1 expression has been associated with shortened recurrence-free survival in NSCLCs, and PD-L1 expression in cancer cells was involved in poor overall survival in lung adenocarcinoma, but not in small-cell carcinoma and squamouscell carcinoma. 10 While several studies have investigated the significance of PD-L1 expression in lung cancers, only a few studies using clone 22C3 have been published.
PD-L1 is expressed on not only cancer cells but also on immune cells including macrophages. 11, 12 Although many researchers noted that PD-L1 expression on macrophages made it difficult to evaluate PD-L1 expression in cancer cells, recently published studies related to PD-L1 expression in cancer tissues have generally performed single IHC using anti-PD-L1 antibody. In the present study, we attempted to evaluate PD-L1 expression (clone 22C3) and PD-L2 expression in cancer cells in lung adenocarcinoma specifically by using double IHC for macrophages.
| MATERIAL S AND ME THODS

| Samples
Paraffin-embedded samples were prepared from specimens obtained from 231 patients diagnosed with lung adenocarcinoma between 2010 and 2013 at Kumamoto University Hospital, Japan.
Written informed consent was obtained from all patients in accordance with protocols from the Kumamoto University Review Board, and the study design was approved by the Kumamoto University Review Board (approval no. 1174). Two pathologists reviewed all tissue specimens, and the most representative area of a 5-mm diameter core containing viable lung adenocarcinoma cells was carefully selected for tissue microarrays.
| Immunohistochemistry
The DAKO automation system (Autostainer Link 48; DAKO, and PD-L2 expression.
| Statistical analysis
Statistical analysis was carried out using StatMate V (ATOMS, Tokyo, Japan) and JMP7 software (SAS Institute, Chicago, IL, USA).
Bivariate comparisons of clinicopathological features between patients with PD-L1/2-positive and PD-L1/2-negative cancer cells were performed using the chi-squared test (Fisher's exact test).
The association of multiple prognostic factors with cancer-specific survival was assessed using univariate and multivariate Cox proportional hazard model analyses. Survival curves were calculated using the Kaplan-Meier method, and the difference between survival curves was analyzed using the log-rank test. Regression analysis was used to assess the relationship between two variables. Differences were considered statistically significant at P < .05. were TPS 1%-49% and 15 patients (6.5%) were TPS ≥50%. Although high TPS (≥50%) was associated with high-grade cancer cells and higher stage cancer, PD-L1 expression was not correlated with age, sex, smoking, and epidermal growth factor receptor (EGFR) mutation (Table 1) . Then we compared the results of TPS scoring from single and double IHC. The percentages of TPS score due to single IHC was 140 patients (<1%), 65 patients (1%-49%), and 26 patients (>50%). These results indicated that overestimation of TPS score was observed in 37 (16.0%) patients when estimated using single IHC ( Figure 1B ).
| RE SULTS
| PD-L1 expression was associated with progression-free survival (PFS) and overall survival (OS) in patients with lung adenocarcinoma
Log-rank analysis indicated that PFS and OS were significantly shorter in the high TPS group (≥50% PD-L1-positive) than the low TPS groups (1%-49% and <1%) (P = .0176) (Figure 2A , B and Tables 2   and 3 ). Moreover, TPS was an independent prognostic factor for PFS in multivariate analysis (P = .0103). When PD-L1 expression was classified into two groups (<1% and ≥1%), PFS and OS were also significantly shorter in the PD-L1-positive group than the PD-L1-negative group (P = .0103 and P < .0001, respectively). When patients were grouped into two groups according to EGFR mutation, PD-L1
TPS was associated with PFS in both groups.
| PD-L2 expression was associated with PFS in patients with lung adenocarcinoma
We then evaluated PD-L2 expression in cancer cells using double IHC for macrophages ( Figure 3A) . Of 231 patients, PD-L2 was negative in 109 patients (47.2%) and positive in 122 patients (52.8%). Of 122 PD-L2-positive patients, 50 patients (21.6%) were TPS 1%-49% and 72 patients (31.2%) were TPS ≥ 50%. High TPS (≥50%) was associated with EGFR mutation and the patients that had low stage cancer (Table 3) ; however, there was no significant correlation between PD-L2 expression and other clinicopathological factors such as age, sex, smoking, and grade (Tables 1-3) . Compared with PD-L1, a greater number of PD-L2-positive cases was seen ( Figure 3B ). Log-rank analysis indicated that PFS was significantly longer in the PD-L2-positive (≥1%) group than the PD-L1-negative (<1%) group (P = .0006) ( Figure 4A ). When patients were grouped into two groups according to EGFR mutation, PD-L2 TPS was associated with PFS in cases without EGFR mutation. However, there was no correlation between PD-L2 expression and OS ( Figure 4B ).
| PD-L1-negative and PD-L2-positive cases showed the longest PFS and OS
Thirty-five (15.1%) of 231 patients were positive (≥1%) for both PD-L1 and PD-L2, whereas 81 patients (35.1%) were negative (<1%) for both PD-L1 and PD-L2 ( Figure 5A ). Twenty-seven (11.7%) and 88 patients (38.1%) were positive for only PD-L1 and PL-L2, respectively.
There was no significant correlation between PD-L1 and PD-L2 expression (Table 4) . We then divided patients into four groups based on PD-L1 and PD-L2 expression and found that PFS and OS in the PD-L1-negative and PD-L2-positive group were longest ( Figure 5B ). TA B L E 1 PD-L1 or PD-L2 expression and clinicopathological factors adequate evaluation of PD-L1 TPS in cases with high macrophage infiltration.
| D ISCUSS I ON
In the present study, PD-L1-positive cancer cells were observed in 26.8% of patients with lung adenocarcinoma. However, previous studies have shown PD-L1 expression in 32%-66% of patients with lung NSCLCs. 16 PD-L1 positivity in cancer cells was reportedly higher (65%) in lung adenocarcinoma than that in squamous-cell carcinoma (44%). 21 Therefore, PD-L1 positivity was higher in previous studies F I G U R E 2 Kaplan-Meier analysis of PD-L1 tumor proportion score (TPS) and survival rate. PD-L1 expression was divided into three or two groups according to TPS. Statistical analyses related to progression-free survival (A) and overall survival (B) were performed TA B L E 3 : Univariate and multivariate analyses for overall survival than in our present study, and we speculated that PD-L1 expression in macrophages influenced this discrepancy.
Concerning PD-L2 expression, Takamori et al 21 recently published data from a large number of lung adenocarcinoma patients, in which they described that PD-L2 expression was seen in 71% of patients and showed that PD-L2 positivity was an independent prognostic factor for OS. In the present study, PD-L2 positivity was seen in 46% of patients, and we found that PD-L2 expression in macrophages seemed to be higher than that of cancer cells (unpublished data). Interestingly, PD-L2 expression was also associated with better clinical course in the present study, which is inconsistent with the results from the study conducted by Takamori et al. This discrepancy might be due to differences in antibody clone used for IHC and IHC methods. We suggest that double IHC using anti-macrophage antibody might be necessary for exact evaluation of PD-L1
and PD-L2 expression. sion. 22 In addition to these extrinsic stimuli, intrinsic genetic alteration such as PD-L1 gene amplification and deletion of the 3′-UTR may influence PD-L1 expression. 23 We previously found that there was a significant correlation between PD-L1 expression in cancer cells and macrophage infiltration in the tumor microenvironment,
Kaplan-Meier analysis of anti-programmed death ligand 2 (PD-L2) tumor proportion score (TPS) and survival rate. PD-L2 expression was divided into three or two groups according to TPS. Statistical analyses related to progression-free survival (A) and overall survival (B) were performed F I G U R E 5 Anti-programmed death ligand 1 (PD-L1) and anti-programmed death ligand 2 (PD-L2) expression in cancer cells. A, PD-L1 and PD-L2 expression was evaluated in 231 patients. B, Patients were divided into four groups based on PD-L1 and PD-L2 expression and Kaplan-Meier analysis was performed and macrophage-derived tumor necrosis factor-α was revealed to induce PD-L1 overexpression via NF-κB signal activation in pancreatic cancer. 24 In the present study, macrophage infiltration was also detected by Iba-1 IHC as described previously. 25 Because it was difficult to count the macrophage density adequately in the sections, we could not evaluate the correlation between PD-L1/2 TPS and macrophages. Further studies are necessary to clarify the involvement of macrophage-derived factors in PD-L1 TPS. In addition, Iba-1 was also reported to be expressed on monocytic myeloid-derived suppressor cells as well as CD33. 26 PD-L1/2 expression was also seen in Iba-1-positive cells in many patients in the present study, and further studies are necessary to evaluate the significance of PD-L1/2 expression in myeloid cells in lung adenocarcinoma.
In conclusion, we evaluated PD-L1 and PD-L2 specifically expressed in cancer cells in pathological specimens of lung adenocarcinoma. PD-L1 expression in cancer cells was a significant prognostic factor for PFS independently of PD-L2 expression. Double IHC using anti-macrophage antibody might be useful for evaluating PD-L1 and PD-L2 expression in cancer cells in paraffin-embedded tissues.
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